[Analysis of the genome of two Getah virus strains (LEIV 16275 Mar and LEIV 17741 MPR) isolated from mosquitoes in the North-Eastern Asia].
The complete nucleotide consequences of two Getah virus strains isolated in Russia (LEIV 16275 Mar) and Mongolia (LEIV 17741 MPR) were first determined and analyzed. The nucleotide sequences of the gene of surface glycoprotein E2 and complete genome were used to establish the phylogenetic relations of the strains with other representatives of the Semliki forest serocomplex. The study and reference strains of Getah virus were shown to form its own cluster that was far away from other representatives of the complex and the sequence of the E2 gene significantly reflected the identification of phylogenetical groups within the Sempliki forest serocomplex.